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HER2 | Luminal A | Luminal B Neng:ie
Counts | 434 194 142 67
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Precision Recall F1-score
HER2 0.85 0.85 0.85
Luminal A 0.89 0.99 0.93
Luminal B 0.94 0.74 0.83
Triple Negative 1.00 0.93 0.96
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Top 20 XGBoost Feature Importances (Red: PAM50-overlapping Genes)
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